For immunocapture reverse transcription (IC-RT), magnetic beads conjugated with sheep anti-mouse IgG were incubated with monoclonal mouse anti-Potyvirus IgG (Agdia Inc., Elkhart, IN) as previously described (4) . Leaf tissue samples were extracted, incubated with Potyvirus-IgG-conjugated beads, washed, and cDNAs synthesized from captured virions (4) . Two LMoV sequences (accession numbers: AB570195.1 and AB054886.1), and four Tulip breaking virus (TBV) sequences (accession numbers: S44147.1, AB674535.2, S60808.1, and S60804.1) were used to design two sets of primers to amplify overlapping regions of the 3' terminus of the LMoV polyprotein gene. TBV/LMoVfwd540: 5'-GGTGATGACCTATTGCTGGCAG-3' and TBV/LMoVrev1370: 5'-CGTACTCATCTTTCACKGCGTTG-3' amplify the region corresponding to nucleotides (nt) 8116-8945 (nt 7963-8792 in polyprotein ORF) and TBV/LMoVfwd900: 5'-GGTAAAGCTCCATATTATCGGAG- 3 2) . The amplicons were cloned into pGEM-T vector as previously described (4), clones were screened and sequenced bidirectionally with M13 vector primers, individual clone sequences were assembled into a consensus contig (Vector NTI Advance 11.5; Invitrogen Inc.), and the partial ORF was translated (Genedoc v.
2.6.001, 2000)
. IC/RT-PCR was also performed for LSV using RNA-dependent RNA polymerase (RdRp) and capsid protein (CP) specific primers as previously described (3). Both primer pairs amplified distinct products of approximately 1050 bp and 925 bp respectively (data not shown), which were cloned, sequenced, and assembled as above. Seven TBV/LMoVfwd540+rev1370 and six TBV/LMoVfwd900+rev2004 clones were sequenced (The Ohio State University Plant Microbe Genomics Facility) and all were 829 and 1102 nt long, respectively. The assembled consensus contig was 1463 nt and corresponded to nt 8116-9578 of the LMoV genome encompassing the 3' 1325 nt of the polyprotein ORF (nt 7963-9288). When aligned with a full length LMoV sequence (accession number AB570195.1) the consensus sequence was 99% identical and when translated, the predicted 440 amino acid (aa) sequence was 99.5% identical. A BLASTn search of the NCBI database using default settings (100% query coverage) resulted in four sequences with 99% nt identity (accession numbers: AB570195.1, AF531458.1, FJ618539.1, AJ564636.1). A representative of the LMoV consensus sequence was deposited in GenBank under accession number KF553658.
Six LSV-CP and four LSV-RdRp clones were used to assemble consensus sequences for those regions of the LSV genome. The CP ORF is 876 nt and encodes a predicted 291 aa protein. When aligned with the CP ORF of an LSV isolate we recently reported from Lilium martagon (3), the Asiatic lily isolate CP nt sequence was 98.4% identical and the predicted aa sequence was 100% identical. A BLASTn search of the NCBI database (default settings; 100% query coverage) resulted in several sequence matches with 99% nt identity (accession numbers JX962776.1, U43905.1, X15343.1, GQ150682.1, AJ564638.1, AJ516059.1, AJ564641.1, AJ564640.1, and AF103784.1). A representative of the LSV-CP consensus sequence was deposited in GenBank under accession number KF553659. The 5' 1025 nt of the LSV RdRp ORF was 98.6% identical to the L. martagon isolate and the predicted 341 aa sequence was 99.4% identical. A BLASTn search using the Asiatic lily isolate partial RdRp nt sequence also resulted in several matches with 99% nt sequence identity (accession numbers AM236208.1, HM222522.1, AM422452.1, and AJ564638.1). A representative of the partial LSV-RdRp consensus sequence was deposited in GenBank under accession number KF553660.
LMoV symptoms differ according to the susceptibility of the cultivar and generally range from fairly mild to severe, whereas those caused by LSV range from symptomless to mild. LMoV symptoms can vary from leaf mottle and mosaic (such as we observed), to vein clearing, yellow streaking, leaf curling and narrowing, necrotic spots and flower breaking, to milder leaf symptoms or lack thereof. Symptoms on plants coinfected with LMoV and LSV are generally more severe than on those infected with LMoV alone (2) . The results presented here demonstrate that the Potyvirus detected in Asiatic lily is in fact LMoV, and represent the first confirmed occurrence of LMoV in Ohio as well as the first confirmed detection of an LMoV-LSV coinfection. An observant garden center manager scouting plant material recognized the symptoms as potentially viral in nature and brought it to the attention of a nursery inspector so all of the remaining plants were destroyed before they could be sold. The test plant was traced back to a supplier in Europe, specifically the Netherlands. Perennial and bulb growers should benefit from these findings by gaining awareness of LMoV as yet another potential threat to their operations. It is important to be aware of both of these viruses and scout for symptomatic plants since both are mechanically and aphid transmitted and could potentially be spread to other members of the Liliaceae family.
Literature Cited

